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, Reference sequence database
' RefSeq: NCBI Reference Sequence Database (RefSeq) represents the

3 . A comprehensive, integrated, non-redundant, well-annotated set of reference sequences including genomic, ge nom |C, t ransc r| pt an d

| transcript, and protein.

protein products of a gene

Gene database contains gene
records associated with

Gene
reference sequences and
Gene integrates information from a wide range of species. A record may include nomenclature, Reference
Sequences (RefSeqs), maps, pathways, variations, phenotypes, and links to genome-, phenotype-, and locus- | nteg rates d ata fro m va rl ous
specific resources worldwide.
internal and external
resources.
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How is RefSeq created

488888

User submitted sequences in GenBank

W

Annotated

Genome —currently used for lower

eukaryotes, e.g. algae, fungi

Propagate

l

) 3 @

Collaborator Transcripts Genome Assembly
(model organism
database) ‘
e.g. Arabidopsis
Annotation Pipeline
(computation
and curation)

RefSeq l '

| Propagate
Propagate Curate

l

XM_*/XP_*

NM_*/NP_*¥, NM_*/NP_¥, NM‘**/NP—:'
NR_* NR_*, NG_* NR_*, NG_%,
= - = XM*/XP_*, XR_*
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What is the difference between N* and X* accessions

 N* accessions are used for known genes which were
traditionally created based on known transcripts.

e X* accessions are predicted models. The vast majority of XMs
are fully supported by experimental evidence, and for most
species they are on par, quality-wise, with the NMs.

m U.S. National Library of Medicine

National Center for Biotechnology Information



Annotation process

Assembly Sequence in GenBank

Known transcripts, proteins
and RNASeq data

v

Annotation Pipeline

Sequences with

RefSeq(X* and N*), Gene,
BLAST, GDV, FTP

A

Known RefSeqgs with
NM*/NP*/NR*

X*/N*accessions, genes
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v

QA process involving manual
curation




Annotation Process Flow

488888

User submitted sequences in GenBank

W ) @

Annotated Collaborator ranscripts Most higher eukaryotes
Genome —currently used for lower (model organism
eukaryotes, e.g. algae, fungi database)

e.g. Arabidopsis
Annotation Pipeline

Propagate _
Propagate Propagate Curate (computation
l l and curation)
RefSeq '
* NP *’
NM_*/NP_*, NM_*/NP_*, e e
XM_*/XP_* NR * NR * NG * NR_*, NG_*%,
- - - XM*/XP_*, XR_*




Correcting Indels/mismatches

HM_BB81z58531.2
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RefSeq Curation

Transcript based Gene models prevent propagating assembly errors

Accession | 5 Strain | Gene | Alignment
26,474,500 26,474,550 26,474,600 26 474,650 26,474,700 26,474,750 26 474,800 26,474,850 26,474,900 26,474,950 26 475,

1 1 1 ] ] 1 1 1 ] 1
rrrrrirrrrrrryrrrrrrrrrrrrr1rrrrrrrrrrfrrrrrrrrr{rrrrrrrr1rr1rr1rrrr1rrr 11 r1rr1rr1rr1rr1rr1rrrr1rrrr i1 rrrrrr T T T T T T T

HNC_B1Ea98,3 + Milliams g2

- Genes, INSOC annotation provided by US OOE Joint Genome Inst, 1 gene model shown

E73a0 E7350
eyaci=lu] CyRci=In]
T :
- RHA-z2q intron feotures, aggregate (filtered), HCBL Glycine max Annctation Release 183, Mo data
- RMA-seq intron features, aggregate (filtered, unique hits), MCET Glycine max Annototion Release 183, Mo daota
==
+ | Uillioms AIR1Z ¥ T ¥ AR
MM_BE1ZEEE3E 1 + Williams AIR1Z ¥ T T ¥ _
CEFrTIET. — Kefeng 1 Y T T¥ |
CHE47IZEL — HilliamsZ2 ¥ TT Y ]
BEELFZTTL - ¥ TT [ T T ]
EQElz2249] + Milliams £2 ¥ TT ]
EUTEZ494.1 + Eragg HTS3E2 ]
BE473893.1 + | Williams T
CA372511 =+ Clark ]
CA937356.1 =+ Clark T ! Il
AH4713531 =+ Willioms E




RefSeq

MC_E235249.1

MigoE2.1
AEBEE1ES1
AEG49446.1
ELES17E41
EUZEYETLL
MHM_BR1Z49747 3
REGAERIES 1
EIG3C1ES]
BEESS18E.1
FJS39EEE]L

Corrected Gene Models

Annotation across gap to give a full representation

— Hilliams 22

+++

Eonminori
Lazesuzunari

Hilliams 22
Eonminori
Eonminori
Lez-2824

Heidou Mol

GenBank

Y5
Y5
&5

55
55

= Genes, IMSOC annototion prowided by US O0E Joint Genome Inst, 1 gene model shown

| Sls =L

LmEHE- rnRMA-hy SRR ] ‘
.“ »
- FHA-zeq exon cowerage, aggregate (filtered), MCET Glycine max Annototion Releose 183
- RHA-zeq exon coverage, aggregate (filtered. unique hits), HCBI Glycine mox Annotation Reledse 163
[ A—— AR il
- RMA-z2q intron features, aggreqate (filtered), HCEL Glycine max Annotation Release 183, Mo data
- RMA-zeq intron features, aggregote ifiltered, unique hitsl, MCEI Glycine maox Annototion Releose 183, total & feaotures shown
|
1
|
I_EZT‘EE.L| I_EZI’Q_E.L| . ! 12148 |
- Repeats identified by RepeatMasker, total 7 features shown
B Simple_repeat B Sirmple_repeat B Simple_repeat
B Simple_repeat
B Simple_repeat
| Simple_repeat
- CpG Islands, total 1 feature shown
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Corrected Gene Models

53,710 K 53,708 K 53,706 K 53,704 K 53,702 K
IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII|IIIIIIIIIIIIIIIIIII|IIIIIIIIIIIIIIIIIII|IIIIIIIIIIIIIIIIIII
benes, IHSOC annotation privesd®d by US DOE Joint Genome Inst, 3 gene models shown
GenBank GLYMA-12G250700

mRMA-hypothetical pr.|. E———Taa——i-T—E-——
KRHO0H2.] —

R GLyMA.ISG2S0200
BEEE  mRMA-hypothetical pr...
KRHO10S4 1

EHA-zeq exon coverage, aggregate (filtered), HCEI Glycine max Annotation Release 1683

12053 12053 i
il i a .. mem awm AW -
- RHA-ze2q exon coverage, aggregate (filtered, unique hits), MHCEBI Glycine max Annotation Release 183
12372 12378 ‘ 1575
AN . A___ Wk ax B REA

EHA-zeq intron features, aggregate (filtered), HCBI Glycine max Annotation Release 1832, Ho data

Cpe Islands, total 1 feature shown
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el — B

[

=

Imml—Jl—Jdﬂtﬁ

@ n hitps:/fwww.nebinlm.nih.gov/nuccore/XM 0147707211 133% v D T:? Q Search g
LOCUS M 014770721 2455 bp mRHA linear PLN 25-NCOWV-2015
DEFINITICN FREDICTED: Glycine max subtilisin-like protease GlymalZg48530 o -
(LOC100815159), mRNA. Sign in to NCBI
RCCESSICON XM 014770721
VERSION XM 014770721.1

DELINE BigProject: PRJNR4ZISD

Refseq: corvscisd measly tmotudes w twreis: | KEYWORDS RefSeq; corrected model; includes ab initio.

1

ORGANISM Glycine max

Eukaryotar Viridiplantae; Streptophyta: Erbryophvta: Trachecphytar |
Spermatcphyta; Magnolicphvta; eudicotyledons; Gunneridae; [
Pentapetalae; rosids; fabids; Fabales; Fabaceae; Papilicnoideae;
S . -

OMMENT MODEL REFSEQ: This record is predicted by sutomated computational Th is reco rd is derived from genomic na1 Bg 48 580

gnalysis. This reccrd is derived from a genomic seguence
(WW_014573400.1) annctated using gene predicticn method: Gnomon,

siboried by Eor cviamic sequence (NW_014573400.1)
T annotated using gene prediction
et o corees v method: Gnomon, supported by EST
f}#Gencme—Annc:taticn—jata—SIAR?#I.’;CBI eVidence-

Ennotaticn Provider :

Ennotation Status :: Full annctation

Annotaticon Versicon :: Glycine max Znnotation Release 102

Annotaticn Pipeline :: NCBI eukaryotic genome annctaticn
pipeline

Annotation Software Version :: &.4

Annotaticn Method :: Best-placed RefSeg: Gnomen

Features Annotated :: Gene; mRNA; CD5; ncRNA

##Gencme-Annctation-Data-ENDé##

PRIMARY REFSEQ SPAN PRIMARY IDENTIFIER FRIMZRY SPAN COMP ] —_ —_
REFsE ERIUARY_IDENTIFIZR FRIVARY S ¢ 33 aa linear PLN 31-AUG-2018
153-262 ACUP02011496.1 954-1063 [

S e 300-300 "N" 1-1 PO
I 300-300 HT 1-1 I
345-48% RCUP02011495.1 29801-29925 =1 |
470-1013 RCUP02011495.1 28479-28022 c
1014-1108 RCUP02011485.1 27966-28060 [
1109-1360 RCUP02011485.1 27613-27364 [
1361-1502 RCUP02011485.1 27255-27396 [ H
TR S The sequence of the model RefSeq transcript was
1720-2495 RCUP02011485.1 25685-264460 [
FEATURES Lecation/Qualifiers

modified relative to its source genomic sequence to

mmm represent the inferred CDS: inserted 1 base in 1 codon;
e Derived by automated computational analysis using gene
———— e m—m——nmen— | prediction method: Gnomon. Supporting evidence includes o

o2 || similarity to: 9 ESTs, 8 Proteins, and 96% coverage of the

X:IiIiL ECECTEE) | " genomic feature by RNAseq alighments.
___________

fnote="The sequence of the model RefSeq protein was
modified relative to its scurce gencmic seguence to

/product="LOW QUALITY PROTEIN: subtilisin-like protease.




RefSeq curation

Based on PMID: 25192697%*, HPPD gene (GenelD:100101901) has two
transcription start sites, leading to two HPPD polypeptides, short isoform and
long isoform

Short isoform |
Long isoform

Chloroplast targeting sequence

* Seihl et. al. Plant Physiol. 2014 Nov;166(3):1162-1176. Broad 4-hydroxyphenylpyruvate dioxygenase
inhibitor herbicide tolerance in soybean with an optimized enzyme and expression cassette.




Update Gene boundary, add/extend UTRs

Update locus-type, whether coding, non-coding, or
pseudogene

Update product names
Add publications

Respond to user feedback



Gene

Gene integrates information from a wide range of species. A record may include nomenclature, Reference
Sequences (RefSegs), maps, pathways, variations, phenotypes, and links to genome-, phenotype-, and locus-
specific resources worldwide.

Gene database contains gene records associated with reference
sequences and integrates data from various internal and external
resources.

From the RefSeq record



@ @ hitps:/fwww.ncbinlm.nih.gov/nuccore/XM 014770721.1

Nu

T p— g—

OCUS M 014 21 2455 bp mRHA linear PLN 25-NCOWV-2015
DEFINITICN FREDICTED: Glycine max subtilisin-like protease Glymal3g48530

ACCESSION
VERSION
339

cted model; includes ab initio. I
o |

133% e @ 7| | Q Search d

Sign in to NCBI

CRGENISM
; Viridiplantae; Streptophyta: Erbryophvta: Trachecphytar
Spermatcphyta; Magnolicphvta; eudicotyledons; Gunneridae;
Pentapetalae; rosids; fabids; Fabales; Fabaceae; Papilicnoideae;
Sin - _
OMMENT MCLDEL REFSER: This reccrd is predicted by sutcmated computaticnal
gnalysis. This reccrd is derived from a genomic seguence
v 01 ) annctated using gene prediction methed: Gnomon,
3T evidence.
Al3o 3ee:
umentaticn of NCBI's Annctaticn Process
##RefSeq-Attributes-START#4
ab initic :: 1% of CDS bases
frameshifts :: corrected 1 indel
##RefSeq-RAttributes-END#4
##Genome-Annotation-Data-START##
Ennotaticn Provider 11 NCBL
Ennotation Status :: Full annctation
Annotaticon Versicon :: Glycine max Znnotation Release 102
Annotaticn Pipeline :: NCBI eukaryotic genome annctaticn
pipeline
Anneotaticn Scftware Versicon :: 6.4
Annotaticn Method :: Best-placed RefSeg: Gnomen
Features Annotated :: Gene; mRNA; CDS; ncRHA
##Genome-2nnotation-Data-END##
FRIMARY REFSEQ_SEAN FRIMRARY IDENTIFIER FRIMRRY SPAN COMP
1-152 ACUP02011496.1 1220-1371 c
153-262 ACUP02011496.1 954-1063 c
I 300-300 HT 1-1 I
345-48% RCUP02011495.1 29801-29925 =1
470-1013 RCUP02011495.1 28479-28022 c
1014-1108 ACUP02011495.1 27966-280460 c
1109-1360 ACUP02011495.1 27613-278464 c
1361-1502 ACUP02011495.1 27255-27396 c
1503-1719 ACUP02011495.1 26937-27153 c
1720-2485 ACUP02011495.1 25685-26440 c
FERTURES Location/Qualifiers
source 1..2493

forganism="Glycine max”
fmol_type="mENA"
Nilliams 82"
="taxon:3847"

/chromesome="18"

ftissue_type="callus"

1..24585
"LOC10081515%"™

represent the inferred CDS: inserted 1 base in 1 cedon;
Derived by autcmated computaticnal analysis using gene
prediction method: Gnomon. Supporting evidence includes
gimilarity to: 9 ESTs, 8 Proteins, and 96% coverage of the

0721.1

T e

/gene="L0OC100815159"

fnote="The sequence of the model RefSeq protein was
modified relative to its scurce gencmic seguence to

btilisin-like protease Glyma18g48580

33 aa linear PLN 31-AUG-2018
lisin-like protease GlymalB8g48580

ncludes ab initio.




Gene

Gene integrates information from a wide range of species. A record may include nomenclature, Reference
Sequences (RefSegs), maps, pathways, variations, phenotypes, and links to genome-, phenotype-, and locus-
specific resources worldwide.

Gene database contains gene records associated with reference
sequences and integrates data from various internal and external
resources.

From the RefSeq record

BLAST
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Accessing Gene from BLAST output

Select RefSeqs

Glycine max mRNA for urease (ure gene) 4966 4966 100% 0.0 100% AJ276846.1
PREDICTED: Glycine max urease (URE), transcript variant X5, mRNA 4953 4953 100% 0.0 99% XM 006590293.2
Glycine max urease (URE), mRNA 4638 4638 93% 0.0 99% NM 001249285.1
PREDICTED: Glycine max urease (URE), trafscript variant X4, mR 3995 4661 93% 0.0 99% XM 014763525.1

Varant Xa, mRNA 3995 4809 977  UU .1
PREDICTED: Glycine max urease (URE), transcript variant X5, mRNA 523.1
Sequence ID: XM 006590293.2 Length: 2905 Number of Matches: 1

Related Information 22%.1 |

Range 1: 22 to 2709 GenBank Graphics

Score Expect Identities Gaps Strand
4953 bits(2682) 0.0 2687/2689(99%) 1/2689(0%) Plus/Plus
Query 1 GAGRARARARCATGGCAAATACTATACTATTCTCCTTCCTTGACAARCARAGARRATTTTGTT &0
frrerreereereerrereereerrer ettt ettt ettt ettt e e e
Sbject 22 GAGARRAACATGGCAAATACTATACTATTCTCCTTCCTTGACAAACARARGARAATTTTGTT 81
Query &1 AATCACACTGACTGTACTATGARTATGATAATCARTTGTCTAAACTTCCRAAGTGCGTCCE 120
frrerreereereereereereerrerr et ettt ettt e rrerrr ot
Sbject 82 AATCACACTGACTGTACTATGAATATGATAATCAATTGTCTRAAACTTCCRAAGTGCG-CCG 140

Gene - associated gene dei65s

—




Gene

Gene integrates information from a wide range of species. A record may include nomenclature, Reference
Sequences (RefSegs), maps, pathways, variations, phenotypes, and links to genome-, phenotype-, and locus-
specific resources worldwide.

Gene database contains gene records associated with reference
sequences and integrates data from various internal and external
resources.

From the RefSeq record

BLAST

Entrez Gene




Gene |Gene v| ‘soybean[orgn] AND Pollen-specific protein SF3 ‘ @
O — A G Help

Loc1o0809121  Pollen-specific protein SF3 [Glycine max (soybean)]

Gene ID: 100809121, updated on 28-Dec-2018

Genomic regions, transcripts, and products

Sy

Genomic context

| Canamic.contaxt Genome Data Viewer vaiation

General gene information
Location: chromosome: 18 See LOC100809121 ih Genome Data Viewer Homalogy
Exon count: 7

General protein infarmation

Annotation release Status Assembly Chr Location MCBI Reference Sequences (RefSeq)
103 current Glycine_max_v2.1 (GCFE_000004515.5) 18 MWC_038254.1 (2371167..2374487) Related sequences
102 previous assembly Glycine_max_v2.0 (GCF_000004515.4) 18 MNC_016105.2 (2371163..2374487) Additional links

Chromosome 18 - NC_038254.1

[ 2888985 - T r— Genome Browsers
Lﬂﬁﬁﬁss: LR 00 330 L 2, . LOCEOwSEEET ' Genome Data Viewer
LOC1a0S00147 LOCLOOBL 4295

~| Genomic regions, transcripts, and products 2/l?] Related information

BioProjects
Go to reference seguence details :

Genomic Se-quenoe:| MC_038254.1 Chromosome 18 Reference Glycine_max_v2.1 Primary Assembly vl Consenved Domains

EST

Go to nucleotide: Graphics FASTA GenBank

Functional Class

) 2 nNC_038254.1 - | Find: v | & cp| & [ @ i == I AoTook+ | fgTrackss P 7 -
@ [2.371 K |2.371.500 2372 K 2372508 2373 K 2373508 2374 K |2.374 50a Gene neighbors
Genome
GFenes, NCBI Glycine max Annotation Release 103, 2018-03-10 |4 LS
LOCISaE@9121 Mucleotide
#H_aesEel77a.3 IR =r——— I — - —FR- 1 2 ‘o = > HF_BREEA1E331 )
¥ 814778229 2 EN=-——— I — -k = » . > WP _BI4E2ET15 1 Frotein
¥H_BREEAITTLI » —— > > El-— 1 13 # * L » | » ¥F_PAEEA1834.1 )
HH_BEzE4151.2 e —e— — R = 3> * | HF_BE1241118.1 RefSeq Proteins




Gene

|Gene v| ‘soybean[orgn] AND Pollen-specific protein SF3

e e

Help

AR TR TR =T RT

LOC100809121

Gene |D: 100809121

(- Summary

~ | Genomic cont

Location: chrom

Genome Data Viewer

Select organism

Glycine max (soybean)

GOV is a genome browser supporting the exploration and analysis of more than 860 eukaryotic RefSeq

Glycine max (soybean) genome
Search in genome

genome assemblies. €

Location, gene or phenotype

Exon count: 7 fruit fly Examples: KTI3, chrB:45734000-45738000, DNA repair
- human
+)
Annotation releas F pedes albopictus Assembly
103 N nematode chimpanzee Glycine_max_vz.]
102
Browse genome ] [ BLAST genome
rat
Assembly details
-':I_ mausze i
L —@rumetumtcpamzn N cenion 2
| Genomic regi msize GenBank accession GCA_000004515.4
T Download via FTP  RefSeq, GenBank
rice Submitter US DOE Joint Genome Institute {JGI-
Genomic Sequend PGF)
_ Level Chromosome
+ Category Representative genome
> nC 038219 Arabidopsiz
- Can Annotation details
O grape Annotation Release 103
Genes, NCBI Gl Release date 2018-09-06
L soybean
“IRRESELEA 12346678 81011121314 1516 17 1618 20
WM P47 7B " "
HM_BREESLTT — :
HH_Bezsdisl: [ —e—{ 1 El— ~— R i R - 00 HP_BEz41118.1 RefSeq Proteins




Genome Data Viewer

+ ldeogram View

1,170 "|

Glycine max: Glycine_max_v2.1 (GCF_000004515.5)

Chr 3 (NC_016090.3): 1 - 45,779,781

Reset Al

Help  Browser Agreement Ve

E
&

5 8 7 8 9 10 11 12 13 14

There are too many (2837) genes in the region. Please narrow the region to enable exon navigation.

1 2
|I II|IIII III Eld 4 M EM R 18 M 12 M 14 M 16 M 1En 2@ 1

15 18 17 18 19 20 Pltd MT

Sncoteosoz- Q| (I @ % 2=

Genes, NCBI Glycine max Annctaticn Release 103,

22 24 1

2018-09-10 ) e

ZE M

lSCHH—l

rLE2
1 1 I
1 1

~ Search

v | Genes, INSDC annotation provided by US DOE Joint Genome Inst (NN |
GLYMA_B3EE21480
] TGLYHF!_BSGBSFSBB
L R T | (] 1 1 [ (B} 1 1

Qr Location, gene or phenotype

¥ User Data and Track Hubs

o

281

]GLYHH_BSGB?QSBB fELYHMA_B3EE83168 ] GLYMA_BZEE55088
1

it I

%Tools - #Trad&s =

30 M = 34 M 36 M 38 M 48 1 42 M
BY2 fEMPALLE E
BYL $EMSALTE  (GMTFLIA
[Fest CP1L
IRERII R N LI u'.m TR
1l ni 1 n ni 1 v 1 "
| o 0o |
1 o [N} mwron
1 i mo
o mno
o n 1
I [} 1 1
1 i 1
I 1
I
ELYHA_BEEI0256E BLYMA 26125300
BLYMA_B2G118566 ] BLYMA_B2G126800
1 1 IIIIIIIIIIII [IRRI NN mirrr
" [

Enter a location, gene name or phenotype
» Search examples:  RNA-seq exon coverage, aggregate (filtered), NCBI Glycine max Annotation Release 103 - log base 2 scaled
3764020 3764020 784020 3764020
D .80, L A1 LMMMMMWM

NCBI Glycine max Annctaticn Release 103 - log base 2 scaled

~ BLAST ?  RNA-seq intron-spanning reads, aggregate (filtered),
5103516 5103516 5108516 S10gsI!
—sdact8LASTRO— oo | NN AN A it 1 O 1 R 10 0 O e s A
N n features, aggregate (filtered), NCBI Glycine max REnnotaticn Release 103 o
» Add Tracks ew BLAST jata found jn this range
— Show BLAST [an |1 X 18 11 121 [t4 11 161 121 28 1 [e2 1 [24n [es 1 B |38 11 [z 34 11 |25 1 |25 1 |48 1 [42 1 |
isiony CopyRID ..46M (46Mbp) 7 % Tracks sho
Alignment Inspector
“fou are here: NCBI > Genome Data Vie Su
Remove Expired Tracks
GETTING STARTED i RESOURCES POPULAR FEATURED NCBI INFORMATION
NCEI Education Options ® | Chemicals & Biosssays PubMed Genetic Testing Registry About NCBI

U.S. National Library of Medicine

National Center for Biotechnology Information



Gene Gene v| ‘soybean[orgn] AND Pollen-specific protein SF3 ‘ w
Create RSS__ Create alert _Advanced Help

o L1 L o A b ~ra _rLfe~l b L [} AW | =ATTRRTRRP- TR

cqreport provides: Annotation Report

{» Annotation Release information: The name of the release, important dates, the software version

e Assemblies: A brief description of the annotated assembly(ies)

o Gene and feature statistics: The counts and characteristics of the annotated features

a « Alighment of the annotated proteins to a set of high-quality proteins: The number of annotated proteins with hits tg
quality proteins

» Masking of genomic sequence: How much of the genome was masked

o Transcript and protein alignments: The number and type of evidence retrieved from public databases and used fo

o Similarity of current and previous assembly: The similarity of the current and previous assembly

1* Comparison of the current and previous annotations: What proportion of the genes changed in this annotation

more information on the annotation process, please visit the NCB| Eukaryotic Genome Annotation Pipeline page.

notation Release information

¥H_BREEAITTLI » —— > I - > e R | - » ] » ¥F_PAEEA1834.1 ]
HH_B@IZ54151.2 [ —e—— e e ————————————— -2 B > HP_paiz4111 RefSeq Proteins

3=



Gene |Gene v| ‘soybean[orgn] AND Pollen-specific protein SF3

e e

Loc1o0809121  Pollen-specific protein SF3 [Glycine max (soybean)]

Gene ID: 100809121, updated on 28-Dec-2018

~ | Genomic context

2|7

Location: chromosome: 18 See LOC100809121 ih Genome Data Viewer

Exon count: ¥

Annotation release Status Assembly Chr Location
current CGlycine_max_v2.1 (GCFE_000004515.5) D 18 MC_038254.1 (2371167 .. 2374487)
102 previous assembly Glycine_max_v2.0 (GCE_000004515.4) 18 NC_016105.2 (2371163, 2374487)
Chromosome 18 - NC_038254.1
[ 2z5545e ¢ [2z85757 ¢
LQ':‘TRSES: LR 00 330 L 2, . LOCEOwSEEET '
LOC1a0S00 147 LOCLEOBL 4295
~| Genomic regions, transcripts, and products &[7]
Goto reference seguence details
Genomic Se-quenoe:| MC_038254.1 Chromosome 18 Reference Glycine_max_v2.1 Primary Assembly vl
Goto nu{:leotide: FASTA GenBank
1 2 nc_osszs54.1 - | Fnd: v | & cp| & [ @ i == I AoTook+ | fgTrackss P 7 -
L] |2,3?:| K |2,3?!I,SEIB 2372 K 2,372,508 2313 K 2,373,588 |2,3?—1-,'E-E€l
Fenes 102 _201a8-_09-10

M_BBEERL 7/ 8.3
| B14778229.2

* “F_BAEEA1S331

* WP _G14E25715,1

»> “P_BREER1834 1
» | HF_BE1E41118.1

HXH_BBEERLIFTL3
HH_BaIz54151.2

o
L
s

Help

Sy
Genomic context
Genomic regions, transcripts, and products

Bibliography

Genome Data Viewer varition

General gene information
Homology

General protein infarmation
MCBI Reference Sequences (Ref3eq)
Felated sequences

Additional links

Genome Browsers
Genome Data Viewer

Related information
BioProjects

Conserved Domains
EST

Functional Class
Gene neighbors
Genome

Mucleotide

Protein

RefSeq Proteins
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Sequences producing significant alignments: Widely-expressed LIM protein 2B
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Description Max | Total | Query E Ident Accession
score score cover value
[0 GATA type zinc finger transcription factor family protein [Arabidopsis thaliana 322 322 91% 26—113
[0 GATA type zinc finger transcription factor family protein [Arabidopsis thaliana 322 322 91% 4e-113 83% NP_181519.1
[0 AT3G55770 [Arabidopsis thaliana 319 319 91% 3Je-112 82% BAH201111
[0 GATA type zinc finger transcription factor family protein [Arabidopsis thaliana 304 304 91% 1e-105 69% NP_001190099 1
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More than 500 genomes have been annotated
Computationally using the NCBI’s Annotation Pipeline
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Annotation

* Primates (26)

* Rodents (21)
» Even-toed ungulates and whales (Cetartiodactyla) (23)

v Other Mammals (52)

+ Birds (66)
» Fish (60)
+ Other Vertebrates (19)

* Insects (111)
+ Other Invertebrates (33)

v Plants (95)
FTP - FTP Download B - Organism-specific BLAST AR - Annotation Report GDV - Genome Data Viewer
. . Annotation Freeze Release .

Species RefSeq assembly(ies) Release Date Date = Links
Cicer arietinum ASM33114v1 (GCF_000331145.1) 102 2018-12-03 20181227 FTP B AR GDV
[chickpea)
Abrus precatorius  Abrus_2018 (GCF_003935025.1) 100 20181216 20181220 FTP B AR
(Indian licarice)
Coffea eugenioides  Ceug_1.0 (GCF_003713205.1) 100 2018-12-05 20181208 FTP B AR GDV
(eudicots)
Coffea arabica Cara_1.0 (GCF_003713225.1) 100 2018-11-26 2018-12-04 FTP B AR GDV
(coffee)

m U.S. National Library of Medicine

National Center for Biotechnology Information



NCBI Genome Resources Workshop

Location: Town and Country, Pacific Salon 2
Date: Monday, Jan 14 12:50 PM

PO0737 Navigating NCBI Resources for Plant Genomics

NCBI Booth: 223

m) U.S. National Library of Medicine
National Center for Biotechnology Information
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